Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.005 Å; R factor = 0.030; wR factor = 0.071; data-to-parameter ratio = 18.3.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). To the present day a lot of structures of phenylamine perchlorate have been reported (Paixao, et al., (1999) ; Wiedenfeld, et al., (2004) ; Bendjeddou, et al., 2003; Kapoor, et al., (2008) )). As part of our on-going studies on new anilinium perchloratecompounds, the crystal structure of the title compound (I) is reported herein.
The molecular structure of the title compound is shown in Figure 1 . The asymmetric unit consists of one protonated 4-iodobenzenamine cation and one perchlorate anion. All bond lengths and bond angles correspond to the geometry parameters expected for atom types and the type of hybirdization (Allen et al., 1987) .
The ions are connected in three-dimensional hydrogen-bonded network via N-H···O hydrogen bonds. All ammonium group H atoms are involved in the hydrogen bonding with three O-atoms of neighbouring perchlorate anion and O-atom of carbonyl group of neighbouring cation ( Figure 2 ).
The preparation of 4-iodoanilinium perchlorateis analogous to that of the compound 4-acetylanilinium perchlorate (Cinčić & Kaitner, 2007) . Perchloric acid (3ml,0.16mol/L) was added to a solution of 4-iodobenzenamine (100mg) in ethanol (10ml) and the mixture was stirred for 30 min at room temperature. Colourless crystals suitable for X-ray diffraction analysis were obtained by slow evaporation of the mixed solution at room temperature after 3 days.
Refinement
H atoms were placed at calculated position and were allowed to ride on the respective carrier atom with C-H = 0.93 Å, N-H = 0.86 Å. Figures   Fig. 1 . A partial packing diagram of the title compound, with the displacement ellipsoids were drawn at the 30% probability level.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

